Hepatitis C virus (HCV) infection is a global health problem, affecting up to 3 per cent of the world's population, with the highest prevalence found among intravenous drug users and patients on hemodialysis. In Kosovo, a small developing country at Balkan Peninsula, there is lack of data on the prevalence of HCV genotypes in specific risk groups. The aim of the study was to determine HCV genotypes circulating in Kosovo and to further examine the spread of HCV genotype 4 in the country by employing phylogenetic analysis. A total of 437 HCV RNA positive hemodialysis patients, intravenous drug users and other patients were selected for genotyping by sequencing core region of HCV genome and using NCBI Genotyping tool. For the purpose of investigating the molecular epidemiology and transmission routes of genotype 4 in Kosovo, the HCV NS5b region was also sequenced. Major clusters were identified in a quick neighbor joining tree and HCV control sequences selected employing HCV BLAST search tool. Finally, maximum likelihood phylogenetic trees were constructed by using PhyML 3.0, with automatic substitution model selection Smart Model Selection. Transmission clusters were identified according to approximate likelihood ratio test (aLRT) branch support values obtained. In 383 out of 437 HCV RNA positive patients the HCV core region was successfully sequenced. The following HCV subtypes were determined: 1a (227/383; 59.3 per cent), 4d (95/383; 24.8 per cent), 1 b (28/383; 7.3 per cent), 3a (28/383; 7.3 per cent), 2c (4/383; 1.0 per cent), and 2k (1/383; 0.3 per cent). A total of eighty-eight partial NS5b sequences were obtained, mostly from hemodialysis patients. This indicates that subtype 4d is epidemiology distinct from that of subtypes 1a and 3a, since genotype 4d has not been observed among injecting drug users in Kosovo so far. The phylogenetic tree of subtype 4d obtained revealed several clusters, suggesting several introductions of this subtype into dialysis units. In conclusion, 4d is the second most prevalent HCV subtype in Kosovo. Phylogenetic analyses showed several introductions of this subtype to the country and further spread among dialysis units thus demanding an urgent change in infection control practices in order to prevent further transmission of HCV.
